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<213> adeno-associated virus 2 



<220> 

<221> CDS 

<222> (1) . . (1611) 

<400> 1 

atg ccg ggg ttt tac gag att gtg att aag gtc ccc age gac ctt gac 48 
Met Pro Gly Phe Tyr Glu He Val He Lys Val Pro Ser Asp Leu Asp 
1 5 10 15 

gag cat ctg ccc ggc att tct gac age ttt gtg aac tgg gtg gec gag 96 
Glu His Leu Pro Gly He Ser Asp Ser Phe Val Asn Trp Val Ala Glu 
20 25 30 

aag gaa tgg gag ttg ccg cca gat tct gac atg gat ctg aat ctg att 144 
Lys Glu Trp Glu Leu Pro Pro Asp Ser Asp Met Asp Leu Asn Leu lie 
35 40 45 

gag cag gca ccc ctg acc gtg gec gag aag ctg cag cgc gac ttt ctg 192 
Glu Gin Ala Pro Leu Thr Val Ala Glu Lys Leu Gin Arg Asp Phe Leu 
50 55 60 

acg gaa tgg cgc cgt gtg agt aag gec ccg gag gee ctt ttc ttt gtg 240 
Thr Glu Trp Arg Arg Val Ser Lys Ala Pro Glu Ala Leu Phe Phe Val 
65 70 75 80 

caa ttt gag aag gga gag age tac ttc cac atg cac gtg etc gtg gaa 288 
Gin Phe Glu Lys Gly Glu Ser Tyr Phe His Met His Val Leu Val Glu 
85 90 95 

acc acc ggg gtg aaa tec atg gtt ttg gga cgt ttc ctg agt cag att 336 
Thr Thr Gly Val Lys Ser Met Val Leu Gly Arg Phe Leu Ser Gin He 
100 105 110 

cgc gaa aaa ctg att cag aga att tac cgc ggg ate gag ccg act ttg 384 
Arg Glu Lys Leu He Gin Arg He Tyr Arg Gly He Glu Pro Thr Leu 
115 120 125 

cca aac tgg ttc gcg gtc aca aag acc aga aat ggc gee gga ggc ggg 432 
Pro Asn Trp Phe Ala Val Thr Lys Thr Arg Asn Gly Ala Gly Gly Gly 
130 135 140 

aac aag gtg gtg gat gag tgc tac ate ccc aat tac ttg etc ccc aaa 480 
Asn Lys Val Val Asp Glu Cys Tyr He Pro Asn Tyr Leu Leu Pro Lys 
145 150 155 160 
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acc cag cct gag etc cag tgg gcg tgg act aat atg gaa cag tat tta 528 
Thr Gin Pro Glu Leu Gin Trp Ala Trp Thr Asn Met Glu Gin Tyr Leu 
165 170 175 

age gec tgt ttg aat etc acg gag cgt aaa egg ttg gtg gcg cag cat 5 76 

Ser Ala Cys Leu Asn Leu Thr Glu Arg Lys Arg Leu Val Ala Gin His 
180 185 190 

ctg acg" cac gtg teg cag acg cag gag cag aac aaa gag aat cag aat 624 
Leu Thr His Val Ser Gin Thr Gin Glu Gin Asn Lys Glu Asn Gin Asn 
195 200 205 

ccc aat tct gat gcg ccg gtg ate aga tea aaa act tea gee agg tac 672 
Pro Asn Ser Asp Ala Pro Val lie Arg Ser Lys Thr Ser Ala Arg Tyr 
210 215 220 

atg gag ctg gtc ggg tgg etc gtg gac aag ggg att acc teg gag aag 720 
Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly lie Thr Ser Glu Lys 
225 230 235 240 

cag tgg ate cag gag gac cag gee tea tac ate tec ttc aat gcg gee 768 
Gin Trp lie Gin Glu Asp Gin Ala Ser Tyr He Ser Phe Asn Ala Ala 
245 250 255 

tec aac teg egg tec caa ate aag get gee ttg gac aat gcg gga aag 816 
Ser Asn Ser Arg Ser Gin He Lys Ala Ala Leu Asp Asn Ala Gly Lys 
260 265 270 

att atg age ctg act aaa acc gee ccc gac tac ctg gtg ggc cag cag 864 
He Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
275 280 285 

ccc gtg gag gac att tec age aat egg att tat aaa att ttg gaa eta 912 
Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys He Leu Glu Leu 
290 295 300 

aac ggg tac gat ccc caa tat gcg get tec gtc ttt ctg gga tgg gee 960 
Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
305 310 315 320 

acg aaa aag ttc ggc aag agg aac acc ate tgg ctg ttt ggg cct gca 1008 
Thr Lys Lys Phe Gly Lys Arg Asn Thr He Trp Leu Phe Gly Pro Ala 
325 330 335 

act acc ggg aag acc aac ate gcg gag gee ata gee cac act gtg ccc 1056 
Thr Thr Gly Lys Thr Asn He Ala Glu Ala He Ala His Thr Val Pro 
340 345 350 



ttc tac ggg tgc gta aac tgg acc aat gag aac ttt ccc ttc aac gac 
Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
355 360 365 



1104 



tgt gtc gac aag atg gtg ate tgg tgg gag gag ggg aag atg acc gee 1152 
Cys Val Asp Lys Met Val He Trp Trp Glu Glu Gly Lys Met Thr Ala 
370 375 380 

aag gtc gtg gag teg gee aaa gee att etc gga gga age aag gtg cgc 1200 
Lys Val Val Glu Ser Ala Lys Ala He Leu Gly Gly Ser Lys Val Arg 
385 390 395 400 

gtg gac cag aaa tgc aag tec teg gee cag ata gac ccg act ccc gtg 1248 
Val Asp Gin Lys Cys Lys Ser Ser Ala Gin He Asp Pro Thr Pro Val 
405 410 415 

ate gtc acc tec aac acc aac atg tgc gee gtg att gac ggg aac tea 1296 
He Val Thr Ser Asn Thr Asn Met Cys Ala Val He Asp Gly Asn Ser 
420 425 430 
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acg acc ttc gaa cac cag cag ccg ttg caa gac egg atg ttc aaa ttt 1344 
Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
435 440 445 

gaa etc acc cgc cgt ctg gat cat gac ttt ggg aag gtc acc aag cag 13 92 

Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
450 455 460 

gaa gtc aaa gac ttt ttc egg tgg gca aag gat cac gtg gtt gag gtg 1440 
Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
465 470 475 480 

gag cat gaa ttc tac gtc aaa aag ggt gga gec aag aaa aga ccc gec 1488 
Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
485 490 495 

ccc agt gac gca gat ata agt gag ccc aaa egg gtg cgc gag tea gtt 1536 
Pro Ser Asp Ala Asp lie Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
500 505 510 

gcg cag cca teg acg tea gac gcg gaa get teg ate aac tac gca gac 15 84 

Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser lie Asn Tyr Ala Asp 
515 520 525 

aga ttg get cga gga cac tct etc tga 1611 
Arg Leu Ala Arg Gly His Ser Leu 
530 535 



<210> 2 
<211> 536 
<212> PRT 

<213> adeno-associated virus 2 
<400> 2 

Met Pro Gly Phe Tyr Glu lie Val lie Lys Val Pro Ser Asp Leu Asp 
15 10 15 



Glu His Leu Pro Gly lie Ser Asp Ser Phe Val Asn Trp Val Ala Glu 
20 25 30 



Lys Glu Trp Glu Leu Pro Pro Asp Ser Asp Met Asp Leu Asn Leu lie 
35 40 45 



Glu Gin Ala Pro Leu Thr Val Ala Glu Lys Leu Gin Arg Asp Phe Leu 
50 55 60 



Thr Glu Trp Arg Arg Val Ser Lys Ala Pro Glu Ala Leu Phe Phe Val 
65 70 75 80 



Gin Phe Glu Lys Gly Glu Ser Tyr Phe His Met His Val Leu Val Glu 
85 90 95 



Thr Thr Gly Val Lys Ser Met Val Leu Gly Arg Phe Leu Ser Gin lie 
100 105 110 



Arg Glu Lys Leu lie Gin Arg lie Tyr Arg Gly lie Glu Pro Thr Leu 
115 120 125 
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Pro Asn Trp Phe Ala Val Thr Lys Thr Arg Asn Gly Ala Gly Gly Gly 
130 135 140 



Asn Lys Val Val Asp Glu Cys Tyr lie Pro Asn Tyr Leu Leu Pro Lys 
145 150 155 160 



Thr Gin Pro Glu Leu Gin Trp Ala Trp Thr Asn Met Glu Gin Tyr Leu 
165 170 175 



Ser Ala Cys Leu Asn Leu Thr Glu Arg Lys Arg Leu Val Ala Gin His 
180 185 ~ 190 



Leu Thr His Val Ser Gin Thr Gin Glu Gin Asn Lys Glu Asn Gin Asn 
195 200 J 205 



Pro Asn Ser Asp Ala Pro Val lie Arg Ser Lys Thr Ser Ala Arg Tyr 
210 215 220 



Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly lie Thr Ser Glu Lys 
225 230 235 240 



Gin Trp lie Gin Glu Asp Gin Ala Ser Tyr lie Ser Phe Asn Ala Ala 
245 250 255 



Ser Asn Ser Arg Ser Gin lie Lys Ala Ala Leu Asp Asn Ala Gly Lys 
260 265 270 



lie Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
275 280 285 



Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys lie Leu Glu Leu 
290 295 ~ 300 



Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
305 ' 310 315 320 



Thr Lys Lys Phe Gly Lys Arg Asn Thr lie Trp Leu Phe Gly Pro Ala 
325 330 335 



Thr Thr Gly Lys Thr Asn lie Ala Glu Ala lie Ala His Thr Val Pro 
340 345 350 



Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
355 * 360 365 



Cys Val Asp Lys Met Val lie Trp Trp Glu Glu Gly Lys Met Thr Ala 
370 375 380 



Lys Val Val Glu Ser Ala Lys Ala lie Leu Gly Gly Ser Lys Val Arg 
385 390 395 400 
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Val Asp Gin Lys Cys Lys Ser Ser Ala Gin lie Asp Pro Thr Pro Val 
405 410 415 



lie Val Thr Ser Asn Thr Asn Met Cys Ala Val lie Asp Gly Asn Ser 
420 425 430 



Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
435 440 445 



Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
450 " ~ 455 460 



Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
465 " 470 475 480 



Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
485 490 495 



Pro Ser Asp Ala Asp lie Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
500 " 505 510 



Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser lie Asn Tyr Ala Asp 
515 520 525 



Arg Leu Ala Arg Gly His Ser Leu 
530 535 



<210> 3 

<211> 1866 

<212> DNA 

<213> adeno-associated virus 2 



<220> 

<221> CDS 

<222> (1) . . (1866) 

<400> 3 

atg ccg ggg ttt tac gag att gtg att aag gtc ccc age gac ctt gac 48 

Met Pro Gly Phe Tyr Glu lie Val lie Lys Val Pro Ser Asp Leu Asp 
15 10 15 

ggg cat ctg ccc ggc att tct gac age ttt gtg aac tgg gtg gec gag 96 
Gly His Leu Pro Gly lie Ser Asp Ser Phe Val Asn Trp Val Ala Glu 
20 25 30 

aag gaa tgg gag ttg ccg cca gat tct gac atg gat ctg aat ctg att 144 
Lys Glu Trp Glu Leu Pro Pro Asp Ser Asp Met Asp Leu Asn Leu lie 
35 40 45 

gag cag gca ccc ctg acc gtg gec gag aag ctg cag cgc gac ttt ctg 192 
Glu Gin Ala Pro Leu Thr Val Ala Glu Lys Leu Gin Arg Asp Phe Leu 
50 55 60 

acg gaa tgg cgc cgt gtg agt aag gec ccg gag gee ctt ttc ttt gtg 240 
Thr Glu Trp Arg Arg Val Ser Lys Ala Pro Glu Ala Leu Phe Phe Val 
65 70 75 80 
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caa ttt gag aag gga gag age tac ttc cac atg cac gtg etc gtg gaa 288 
Gin Phe Glu Lys Gly Glu Ser Tyr Phe His Met His Val Leu Val Glu 
85 90 95 

acc acc ggg gtg aaa tec atg gtt ttg gga cgt ttc ctg agt cag att 336 
Thr Thr Gly Val Lys Ser Met Val Leu Gly Arg Phe Leu Ser Gin lie 
100 105 " 110 

cgc gaa aaa ctg att cag aga att tac cgc ggg ate gag ccg act ttg 3 84 

Arg Glu Lys Leu lie Gin Arg lie Tyr Arg Gly lie Glu Pro Thr Leu 
115 120 125 

cca aac tgg ttc gcg gtc aca aag acc aga aat ggc gee gga ggc ggg 4 32 

Pro Asn Trp Phe Ala Val Thr Lys Thr Arg Asn Gly Ala Gly Gly Gly 
130 135 140 

aac aag gtg gtg gat gag tgc tac ate ccc aat tac ttg etc ccc aag 480 
Asn Lys Val Val Asp Glu Cys Tyr lie Pro Asn Tyr Leu Leu Pro Lys 
145 150 155 160 

acc cag cct gaa ctg cag tgg gcg tgg act aat atg gaa cag tat tta 528 
Thr Gin Pro Glu Leu Gin Trp Ala Trp Thr Asn Met Glu Gin Tyr Leu 
165 170 175 

age gee tgt ttg aat etc acg gag cgt aaa egg ttg gtg gcg cag cat 576 
Ser Ala Cys Leu Asn Leu Thr Glu Arg Lys Arg Leu Val Ala Gin His 
180 185 190 

ctg acg cac gtg teg cag acg cag gag cag aac aaa gag aat cag aat 624 
Leu Thr His Val Ser Gin Thr Gin Glu Gin Asn Lys Glu Asn Gin Asn 
195 200 205 

ccc aat tct gat gcg ccg gtg ate aga tea aaa act tea gee agg tac 672 
Pro Asn Ser Asp Ala Pro Val lie Arg Ser Lys Thr Ser Ala Arg Tyr 
210 215 220 

atg gag ctg gtc ggg tgg etc gtg gac aag ggg att acc teg gag aag 720 
Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly lie Thr Ser Glu Lys 
225 230 235 240 

cag tgg ata cag gag gac cag gee tea tac ate tec ttc aat gcg gec 768 
Gin Trp lie Gin Glu Asp Gin Ala Ser Tyr lie Ser Phe Asn Ala Ala 
245 250 255 

tec aac teg egg tec caa ate aag get gee ttg gac aat gcg gga aag 816 
Ser Asn Ser Arg Ser Gin lie Lys Ala Ala Leu Asp Asn Ala Gly Lys 
260 265 270 

att atg age ctg act aaa acc gee ccc gac tac ctg gtg ggc cag cag 864 
lie Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
275 280 285 

ccc gtg gag gac att tec age aat egg att tat aaa att ttg gaa eta 912 
Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys lie Leu Glu Leu 
290 295 300 

aac ggg tac gat ccc caa tat gcg get tec gtc ttt ctg gga tgg gee 960 
Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
305 310 315 320 

acg aaa aag ttc ggc aag agg aac acc ate tgg ctg ttt ggg cct gca 1008 
Thr Lys Lys Phe Gly Lys Arg Asn Thr lie Trp Leu Phe Gly Pro Ala 
325 330 335 

act acc ggg aag acc aac ate gcg gag gee ata gee cac act gtg ccc 1056 
Thr Thr Gly Lys Thr Asn lie Ala Glu Ala lie Ala His Thr Val Pro 
340 345 350 
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ttc tac ggg tgc gta aac tgg acc aat gag aac ttt ccc ttc aac gac 1104 
Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
355 360 365 

tgt gtc gat aag atg gtg ate tgg tgg gag gag ggg aag atg acc gec 1152 
Cys Val Asp Lys Met Val lie Trp Trp Glu Glu Gly Lys Met Thr Ala 
370 375 380 

aag gtc gtg gag teg gec aaa gec att etc gga gga age aag gtg cgc 1200 
Lys Val Val Glu Ser Ala Lys Ala lie Leu Gly Gly Ser Lys Val Arg 
385 390 395 400 

gtg gac cag aaa tgc aag tec teg gee cag ata gac ccg act ccc gtg 1248 
Val Asp Gin Lys Cys Lys Ser Ser Ala Gin lie Asp Pro Thr Pro Val 
405 410 415 

ate gtc acc tec aac acc aat atg tgc gee gtg att gac ggg aac tea 1296 
lie Val Thr Ser Asn Thr Asn Met Cys Ala Val lie Asp Gly Asn Ser 
420 425 430 

acg acc ttc gaa cac cag cag ccg ttg caa gac egg atg ttc aaa ttt 1344 
Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
435 440 445 

gaa etc acc cgc cgt ctg gat cat gac ttt ggg aag gtc acc aag cag 13 92 

Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
450 455 460 

gaa gtc aaa gac ttt ttc egg tgg gca aag gat cac gtg gtt gag gtg 1440 
Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
465 470 475 480 

gag cat gag ttc tac gtc aaa aag ggt gga gee aag aaa aga ccc gee 1488 
Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
485 490 495 

ccc agt gac gca gat ata agt gag ccc aaa egg gtg cgc gag tea gtt 1536 
Pro Ser Asp Ala Asp lie Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
500 505 510 

gcg cag cca teg acg tea gac gcg gaa get teg ate aac tac gca gat 1584 
Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser He Asn Tyr Ala Asp 
515 520 525 

aga tac caa aac aaa tgt tct cgt cac gtg ggc atg aat ctg atg ctg 1632 
Arg Tyr Gin Asn Lys Cys Ser Arg His Val Gly Met Asn Leu Met Leu 
530 535 540 

ttt ccg tgc aga caa tgc gag aga atg aat cag aac tea aat ate tgc 1680 
Phe Pro Cys Arg Gin Cys Glu Arg Met Asn Gin Asn Ser Asn He Cys 
545 550 555 560 

ttc act cac gga cag aaa gac tgt tta gag tgc ttt ccc gtg tea gaa 1728 
Phe Thr His Gly Gin Lys Asp Cys Leu Glu Cys Phe Pro Val Ser Glu 
565 " " 570 575 

tct caa ccc gtt tct gtc gtc aaa aag gcg tat cag aaa ctg tgc tac 1776 
Ser Gin Pro Val Ser Val Val Lys Lys Ala Tyr Gin Lys Leu Cys Tyr 
580 585 590 

att cat cat ate atg gga aag gtg cca gac get tgc act gee tgc gat 1824 
He His His He Met Gly Lys Val Pro Asp Ala Cys Thr Ala Cys Asp 
595 600 605 

ctg gtc aat gtg gat ttg gat gac tgc ate ttt gaa caa taa 1866 
Leu Val Asn Val Asp Leu Asp Asp Cys He Phe Glu Gin 
610 615 620 
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<210> 4 

<211> 621 

<212> PRT 

<213> adeno-associated virus 2 

<400> 4 

Met Pro Gly Phe Tyr Glu lie Val lie Lys Val Pro Ser Asp Leu Asp 
1 5 10 15 



Gly His Leu Pro Gly lie Ser Asp Ser Phe Val Asn Trp Val Ala Glu 
20 25 30 



Lys Glu Trp Glu Leu Pro Pro Asp Ser Asp Met Asp Leu Asn Leu lie 
35 40 45 



Glu Gin Ala Pro Leu Thr Val Ala Glu Lys Leu Gin Arg Asp Phe Leu 
50 55 60 



Thr Glu Trp Arg Arg Val Ser Lys Ala Pro Glu Ala Leu Phe Phe Val 
65 70 75 80 



Gin Phe Glu Lys Gly Glu Ser Tyr Phe His Met His Val Leu Val Glu 
85 90 95 



Thr Thr Gly Val Lys Ser Met Val Leu Gly Arg Phe Leu Ser Gin lie 
100 105 110 



Arg Glu Lys Leu lie Gin Arg lie Tyr Arg Gly lie Glu Pro Thr Leu 
115 120 125 



Pro Asn Trp Phe Ala Val Thr Lys Thr Arg Asn Gly Ala Gly Gly Gly 
130 135 140 



Asn Lys Val Val Asp Glu Cys Tyr lie Pro Asn Tyr Leu Leu Pro Lys 
145 150 155 160 



Thr Gin Pro Glu Leu Gin Trp Ala Trp Thr Asn Met Glu Gin Tyr Leu 
165 170 175 



Ser Ala Cys Leu Asn Leu Thr Glu Arg Lys Arg Leu Val Ala Gin His 
180 185 190 



Leu Thr His Val Ser Gin Thr Gin Glu Gin Asn Lys Glu Asn Gin Asn 
195 200 205 



Pro Asn Ser Asp Ala Pro Val lie Arg Ser Lys Thr Ser Ala Arg Tyr 
210 215 220 



Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly lie Thr Ser Glu Lys 
225 230 235 240 
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Gin Trp lie Gin Glu Asp Gin Ala Ser Tyr lie Ser Phe Asn Ala Ala 
245 250 255 



Ser Asn Ser Arg Ser Gin lie Lys Ala Ala Leu Asp Asn Ala Gly Lys 
260 265 270 



lie Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
275 280 285 



Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys lie Leu Glu Leu 
290 295 300 



Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
305 310 315 320 



Thr Lys Lys Phe Gly Lys Arg Asn Thr lie Trp Leu Phe Gly Pro Ala 
325 330 335 



Thr Thr Gly Lys Thr Asn lie Ala Glu Ala lie Ala His Thr Val Pro 
340 345 350 



Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
355 ' 360 365 



Cys Val Asp Lys Met Val lie Trp Trp Glu Glu Gly Lys Met Thr Ala 
370 375 380 



Lys Val Val Glu Ser Ala Lys Ala He Leu Gly Gly Ser Lys Val Arg 
385 390 395 400 



Val Asp Gin Lys Cys Lys Ser Ser Ala Gin He Asp Pro Thr Pro Val 
405 410 415 



He Val Thr Ser Asn Thr Asn Met Cys Ala Val lie Asp Gly Asn Ser 
420 425 430 



Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
435 440 445 



Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
450 455 460 



Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
465 470 475 480 



Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
485 490 495 



Pro Ser Asp Ala Asp He Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
500 505 510 
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Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser lie Asn Tyr Ala Asp 
515 520 525 

Arg Tyr Gin Asn Lys Cys Ser Arg His Val Gly Met Asn Leu Met Leu 
530 535 540 

Phe Pro Cys Arg Gin Cys Glu Arg Met Asn Gin Asn Ser Asn lie Cys 
545 * 550 ~ ■ 555 560 

Phe Thr His Gly Gin Lys Asp Cys Leu Glu Cys Phe Pro Val Ser Glu 
565 570 575 

Ser Gin Pro Val Ser Val Val Lys Lys Ala Tyr Gin Lys Leu Cys Tyr 
580 585 590 

lie His His lie Met Gly Lys Val Pro Asp Ala Cys Thr Ala Cys Asp 
595 600 605 

Leu Val Asn Val Asp Leu Asp Asp Cys lie Phe Glu Gin 
610 615 620 

<210> 5 

<211> 3574 

<212> DNA 

<213> adeno-associated virus 2 

<400> 5 



acggttggtg 


gcgcagcatc 


tgacgcacgt 


gtcgcagacg 


caggagcaga 


acaaagagaa 


60 


tcagaatccc 


aattctgatg 


cgccggtgat 


cagatcaaaa 


acttcagcca 


ggtacatgga 


120 


gctggtcggg 


tggctcgtgg 


acaaggggat 


tacctcggag 


aagcagtgga 


tccaggagga 


180 


ccaggcctca 


tacatctcct 


tcaatgcggc 


ctccaactcg 


cggtcccaaa 


tcaaggctgc 


240 


cttggacaat 


gcgggaaaga 


ttatgagcct 


gactaaaacc 


gcccccgact 


acctggtggg 


300 


ccagcagccc 


gtggaggaca 


tttccagcaa 


tcggatttat 


aaaattttgg 


aactaaacgg 


360 


gtacgatccc 


caatatgcgg 


cttccgtctt 


tctgggatgg 


gccacgaaaa 


agttcggcaa 


420 


gaggaacacc 


atctggctgt 


ttgggcctgc 


aactaccggg 


aagaccaaca 


tcgcggaggc 


480 


catagcccac 


actgtgccct 


tctacgggtg 


cgtaaactgg 


accaatgaga 


actttccctt 


540 


caacgactgt 


gtcgacaaga 


tggtgatctg 


gtgggaggag 


gggaagatga 


ccgccaaggt 


600 


cgtggagtcg 


gccaaagcca 


ttctcggagg 


aagcaaggtg 


cgcgtggacc 


agaaatgcaa 


660 


gtcctcggcc 


cagatagacc 


cgactcccgt 


gatcgtcacc 


tccaacacca 


acatgtgcgc 


720 


cgtgattgac 


gggaactcaa 


cgaccttcga 


acaccagcag 


ccgttgcaag 


accggatgtt 


780 


caaatttgaa 


ctcacccgcc 


gtctggatca 


tgactttggg 


aaggtcacca 


agcaggaagt 


840 


caaagacttt 


ttccggtggg 


caaaggatca 


cgtggttgag 


gtggagcatg 


aattctacgt 


900 


caaaaagggt 


ggagccaaga 


aaagacccgc 


ccccagtgac 


gcagatataa 


gtgagcccaa 


960 


acgggtgcgc 


gagtcagttg 


cgcagccatc 


gacgtcagac 


gcggaagctt 


cgatcaacta 


1020 
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nn/^arta f zifift 

LyLayaLdyy 


LdL,L ddddCd 


dd uy u i- LL.y 


tLaty uy yy ^ 


acydduc iyci 


L.y c cy l, i- \_ l. 


1080 


CUycaydCdd 


uy uy ciy ay aa 


aa l l ay dd 


l. L.tdddL.aL.v^ 


CyC C LLQL <— w 


OUHH ^4 CA 


1140 


dy aL Ly L L La 


y dy ty u i- c e e 


uuy u y ttaya 


a \^ Lwaaw^>w 


at* t* tctatca 


tcaaaaaaac 


1200 


nl-afr'a/nraaa 
yUdCCdyddd 


o 4- ft 1- ftf 4- a /~» as 

Ltytyt Lata 


l_ LLdLLdLdL 


t.d Ly yy aaay 


y cy ccdyacy 


c u uyedeeye 


1260 


CtyCyaCCLy 


<-r«aal- /~r 4- ft ft 

yCCaaCytyy 


-a 4— 4- 4— /-icy aa (~r a 

aLLLyyauya 




r*iaaaaj^aaaa4-aaaaaa 

y ddedd eddd 


f- O aa 4- 4- 4- aa as aa 4- 
l. y a i— L- i— cia a 


1320 


CagyCaCyyc 


t» /-i fft aa 4~ 4— 

cyccg a ugg c 


LdtCt CCLdy 


aa 4- t- ft fi f i~ fftzi 
»l uy y L LLyd 


OOaa/-»aa/^4-i^»4-/-i 

yyacdccccc 


cc Ly day y aa 


1380 


taagacagtg 


gtggaagc tc 


aaacc tggee 


f* aa /*• aa f* f aa 

LdLLdLLdLt 


aa aaaarti^'/~ , /~<r*»r* < aa 

dddycccycd 


ft as ft fft ft f aa t~ aa 

ydycyycdCd 


144 0 


»yy aCy aCay 


as fr ft ft ft 4- 4"~ 4"~ 

c agggg tccc 


y uyCucctLy 


rrrtt^aa/-'aaaa/- , it*aa 

yy Ldtddy la 


ccccyyaccc 


i— ccddcyydc 


1500 


4— y-^i /T -a ^ -a ~a ft ft ft 

u LyaLaayyy 


as aa fn" 1 fft ft 4- *™» 

dydyL-^yy it 


aa aa t~*r*t aa rici (~* aa n 

ddtydyytay 


QLyLLy LyyL 


cc c cy dy lol. 


yoL. aaa^j lv* i» 


1560 


dcyaccyyca 


ft f 4~ fft aa aa /-r f~» 

y c LLyauayc 


/"rr^raa aa /~< aa aa 

yydydLddtL 


cy LOLL L.Cdd 


rT'hpar , aaaa»-i/->aa/-» 
y i_ a ea a *w ql> 


acccm cacao 
y ^y av—^ ^* y y 


1620 


ag ccuc agga 


ft fft f 4~ 4" aa aa aa 
y Cy C C L Ladd 


i~t aa aa r^i aa f- aa f~ 

y ddyd Ldty u 


/ — • +— f— 4— 4— nrrrrnrr 

cu u L yyyyy 


paappf (-inna 
eddec ucyya 


y ay \— ay l l 


1680 


tccaggcgaa 


aaagagggt t 


CLtyddCCtC 


4- ft ft ft f f 4- /~t/"t4- 

ty y y cc L.yy u 


i _ <~Taar*Tr , raaaa/^/*^4- 

cy dy y ddec c 


o t~ t~ aa aa rial r^on 

y l Lddy dcyy 


1740 


ctccgggaaa 


~\ --n ft ft ft ft ft 

aaayayyLty 


y u dy dy tdLL 


LLLtLy tyy d 


yccdyac ccc 


l<cc ccyyydd 


1800 


ccggaaaggc 


gggccagcag 


LLiyLddydd 


aaaaaartaa 4-4-oaaaa 
dddy d i_ iydd 


4- 4-4- t-nnfpao 
c c c uy y ucdy 


d c l. y y dy d c y 


186 0 


cagac t cag t 


^ 4— ft ^ /™1 /™i /—I ft 

dCCuyatLLL 


y-^ ^> y^T /-^ 4— rf^* 4~ 

tdyLCLCtuy 


na f^fiff^ff' 
ydLdyLLQLL 


(~1 f ft f f f f f 

dy c ay c c c c c 


pfnnh c i~ aa 
cccyy ue.t-.yy 


192 0 


gaac taatac 


rf^r ^ 4" ftftf 4~ as aa 

ydCyyCCaCa 


ggcagcggcg 


f> f> f \~ nn f 
LaLLaa Lyy l. 


aaoaa/^aaaa t"jSiaa<-i 
dy d c d ex uddc 


oas aaacacca 
yciyyycyccy 


1980 


acggagtggg 


+— — } Ti 4— 4— /-^ 4— fft 

CaaLLCCCCy 


yydadtLygc 


2 f )- ft fft as 4- 4— /—1 

dLiytydL cc 


f 1 aa r* 1 aa 4- nfia t~ o 
cdCdcyydcy 


aacazicziazka 
yycydcdydy 


2040 


tcatcaccac 


cagcacccga 


acctgggccc 


tgcccaccta 


caacaaccac 


f 4~ f 4" aa f aa aa aa f 
C CCCdCaddC 




aaatt tccag 


ccaatcagga 


gec tcgaacg 


acaac caeca 


r~\ 4—4—4- ft ft f\-^f 

ccc cyy c ede 


aa ft f as f f f f 4~ 4- 
dy CdCCCCCC 




gggggtatt t 


tgac t tcaac 


agat t ccact 


fr fy -~i /-1 4~ 4~ 4~ 4~ /-* 

gccacccccc 


^ f f ^ fft ^ ft aa f 

deedcy cy dC 


4- ft ft f aa aa aa ft aa f 

cyy edddy dc 


2220 


tcatcaacaa 


/— » —\ — ^ 1 4— ft ft ft ft 

caac cgggga 


4— 4— /"1 ^1 j^t 2a 

LtCCyaCCCa 


aa ft aa/ - ^aa/^4~/"^aaaa 

dydy dc cedd 


^^ , 4-4-r*'aa2art/^^P , 

c c c c d dy ccc 


t-t-t-aaaar^aai-t-i^i 

cccddCdu cc 


2280 


aagt caaaga 


/■y /t 4~ /"h ^ /~i ^ aa 

gg ccacgcag 


aa aa ft aa r*fff< t- aa 

ddcyduyy id 


fft aa fft aa fft aa 4- 

cy dcy dcy d c 


cyccddcddc 


f 4- 4-aar"r"asjnfP'^ 

cc cdccdycd 


234 0 


cggt tcaggt 


/-r 4- 4- 4- cs 4— aa /~» 

yttLaCCyaC 


4— /^(~wt-i aa fY aa 

Cvjyydy LdUL 


aa ft f \~ f* f* fft t* aa 

dy c c c c cy c d 


cy cccucyyc 


l*p(inpnpa trr* 
ccyycycd cc 


24 00 


aagga tgcct 


/"i j^-f y— 1 ft ft 4- 4— 

cccgccgttc 


/■^ ^ aa ^ aa r~*i aa 

CCdyCaydcy 


frt4- 4~/^aa 4-^1^4- 

cccccdcyyc 


prr , r , aipairtt*a 4- 
yCCdCdy LdL 


yydUdccccd 


2460 


ccctgaacaa 


ff^ftft ■ 4— /-« ^ /""x 

cgggag ccag 


/nr ca /™t 4~ aa ft ft aa 

gcag taggac 


/~r^»f"/^4-4-/^aa4-4- 

yccccccdcc 


4- 4-ar l t _ P;PPhPi 

ccdccycccy 


Praar*ft~aar^4-^ t~(**< 
y dy l. dc c c l. c 


2 520 


ct tctcagat 


gctgcgtacc 


yydddCddCC 


4-4-c»y™</^4"^'/*«aa 

c CdCCC ccdy 


**^4-aa/^aa^4-t" 4-^ 
CCdCdCCCCC 


na aa aa pnf p* 
y ay y acy cue 


2580 


ct t tccacag 


aa /t 4- aa fft f 4* 

C ay C u a Cy C C 


/■^ aa aa ftf f aa aa 
tdt dy L. L- dy d 


ft 4- f 4- ft ft Si f fft 

y cc cyy decy 


4-/— <4-/— "aat-oaaaat - 

ccccdcyddc 


ppt"pt"ppt" pn 

CC UC LLuLLy 


2640 


aa f f aa ft 4™ aa 
dLLdy LaLLL 


4~2a,t"^ssf" , 4-4- <"i 
y LdLLdLLLy 


anpanaa /-< aa aa 
dy v» dy a d i_.a a 


dCdC l. c eddy 


4- ft ft 7^ aa f f z\ pp 
LyyaaLLaLL 


3 ca c Pia t~ cpiri 

QLy L* Qy L. ^ Ci Ci 


2700 


ggc 1 1 cagt t 


4— 4- 2a /^f /"^ /-« 

t tCLCayycL 


ft ft aa /™t f ft aa t- ft 

yy cty ty dy cy 


aa aa 4- 4- fft ft ft aa 

dCdcccyyyd 


ppaptf- f i~ aa ft ft 
c c dy cc u dy y 


dd c cyyec i— l. 


2760 


cfcggacccfcg 


LtdCCyCCdy 


f< aa ft f*ft aa 4- aa +* 

CdyLydy CdL 


/■^ aa aa aa ft aa aa 4- f 
CdddydCdCC 


4— /-<j fft ft 4- aa, aa 

cycyydCddc 


ddCddcay cy 


282 0 


aatactcgtg 


gactggagct 


accaagtacc 


acctcaatgg 


cagagactct 


ctggtgaatc 


2880 


cgggcccggc 


catggcaagc 


cacaaggacg 


atgaagaaaa 


gttttttcct 


cagagegggg 


2940 


ttctcatctt 


tgggaagcaa 


ggctcagaga 


aaacaaatgt 


ggacattgaa 


aaggtcatga 


3000 


ttacagacga 


agaggaaatc 


aggacaacca 


atcccgtggc 


tacggagcag 


tatggttctg 


3060 
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w v L* ^- w v-j CI 


M w t* t* v«. t-4. ^ t-4 V- 


a ag c ag c t a c 




aacacacaag 


3120 




ciyy »— ct i»y y »- 


haa faciei a ra 
tyyv- y y 


y Q y a. l. y <— y >— o. 


L^ayyyy 


^^^•a x «— ' ^y yy 


3180 




q w c* Vw a^>yy 




arTTT'tT'tTT' 

t-A ^ ^ \^ Vw 1w \^ 


cctcataaat 




3 24 0 




tcctccacaa 


attctcatca 


agaacacccc 


ggtacctgcg 


aatcct tcga 


3300 


ccaccttcaa 


tgcggcaaag 


t ttacttcct 


teat cacaca 


gtactccacg 


aaacaaatca 

yy^^-^-yy «-*~ci 


3360 


gcgtggagat 


cgagtgggag 


ctgeagaagg 


aaaacagcaa 


acgctggaat 


cccgaaattc 


3420 


agtacacttc 


caactacaac 


aagtctgtta 


atgtggactt 


tactgtggac 


actaatggcg 


3480 


tgtattcaga 


gcctcgcccc 


attggcacca 


gatacctgac 


tegtaatctg 


taattgcttg 


3540 


ttaatcaata 


aaccgtttaa 


ttcgtttcag 


ttga 






3574 



<210> 6 

<211> 312 

<212> PRT 

<213> adeno-associated virus 2 

<400> 6 

Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly lie Thr Ser Glu Lys 
1 5 10 15 



Gin Trp lie Gin Glu Asp Gin Ala Ser Tyr lie Ser Phe Asn Ala Ala 
20 25 30 



Ser Asn Ser Arg Ser Gin lie Lys Ala Ala Leu Asp Asn Ala Gly Lys 
35 40 45 



lie Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
50 55 60 



Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys lie Leu Glu Leu 
65 70 75 80 



Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
85 90 95 



Thr Lys Lys Phe Gly Lys Arg Asn Thr lie Trp Leu Phe Gly Pro Ala 
100 105 110 



Thr Thr Gly Lys Thr Asn lie Ala Glu Ala lie Ala His Thr Val Pro 
115 120 125 



Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
130 ~ 135 140 



Cys Val Asp Lys Met Val lie Trp Trp Glu Glu Gly Lys Met Thr Ala 
145 150 155 160 



Lys Val Val Glu Ser Ala Lys Ala He Leu Gly Gly Ser Lys Val Arg 
165 170 175 
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Val Asp Gin Lys Cys Lys Ser Ser Ala Gin lie Asp Pro Thr Pro Val 
180 185 190 



lie Val Thr Ser Asn Thr Asn Met Cys Ala Val He Asp Gly Asn Ser 
195 200 205 



Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
210 215 220 



Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
225 230 235 240 



Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
245 250 255 



Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
260 265 270 



Pro Ser Asp Ala Asp He Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
275 280 285 



Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser He Asn Tyr Ala Asp 
290 295 300 



Arg Leu Ala Arg Gly His Ser Leu 
305 310 



<210> 7 
<211> 397 
<212> PRT 

<213> adeno-associated virus 2 
<400> 7 

Met Glu Leu Val Gly Trp Leu Val Asp Lys Gly He Thr Ser Glu Lys 
15 10 15 



Gin Trp He Gin Glu Asp Gin Ala Ser Tyr lie Ser Phe Asn Ala Ala 
20 25 30 



Ser Asn Ser Arg Ser Gin lie Lys Ala Ala Leu Asp Asn Ala Gly Lys 
35 40 45 



lie Met Ser Leu Thr Lys Thr Ala Pro Asp Tyr Leu Val Gly Gin Gin 
50 55 60 



Pro Val Glu Asp lie Ser Ser Asn Arg lie Tyr Lys lie Leu Glu Leu 
65 70 75 80 



Asn Gly Tyr Asp Pro Gin Tyr Ala Ala Ser Val Phe Leu Gly Trp Ala 
85 90 95 
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Thr Lys Lys Phe Gly Lys Arg Asn Thr lie Trp Leu Phe Gly Pro Ala 
100 105 110 



Thr Thr Gly Lys Thr Asn lie Ala Glu Ala He Ala His Thr Val Pro 
115 120 125 



Phe Tyr Gly Cys Val Asn Trp Thr Asn Glu Asn Phe Pro Phe Asn Asp 
130 135 140 



Cys Val Asp Lys Met Val He Trp Trp Glu Glu Gly Lys Met Thr Ala 
145 *" " 150 155 160 



Lys Val Val Glu Ser Ala Lys Ala He Leu Gly Gly Ser Lys Val Arg 
165 170 175 



Val Asp Gin Lys Cys Lys Ser Ser Ala Gin He Asp Pro Thr Pro Val 
180 185 190 



He Val Thr Ser Asn Thr Asn Met Cys Ala Val lie Asp Gly Asn Ser 
195 200 205 



Thr Thr Phe Glu His Gin Gin Pro Leu Gin Asp Arg Met Phe Lys Phe 
210 215 220 



Glu Leu Thr Arg Arg Leu Asp His Asp Phe Gly Lys Val Thr Lys Gin 
225 230 235 * 240 



Glu Val Lys Asp Phe Phe Arg Trp Ala Lys Asp His Val Val Glu Val 
245 250 255 



Glu His Glu Phe Tyr Val Lys Lys Gly Gly Ala Lys Lys Arg Pro Ala 
260 " 265 270' 



Pro Ser Asp Ala Asp He Ser Glu Pro Lys Arg Val Arg Glu Ser Val 
275 280 285 



Ala Gin Pro Ser Thr Ser Asp Ala Glu Ala Ser He Asn Tyr Ala Asp 
290 295 300 



Arg Tyr Gin Asn Lys Cys Ser Arg His Val Gly Met Asn Leu Met Leu 
305 310 315 320 



Phe Pro Cys Arg Gin Cys Glu Arg Met Asn Gin Asn Ser Asn He Cys 
325 330 335 



Phe Thr His Gly Gin Lys Asp Cys Leu Glu Cys Phe Pro Val Ser Glu 
340 345 350 



Ser Gin Pro Val Ser Val Val Lys Lys Ala Tyr Gin Lys Leu Cys Tyr 
355 360 365 
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lie His His lie Met Gly Lys Val Pro Asp Ala Cys Thr Ala Cys Asp 
370 375 380 

Leu Val Asn Val Asp Leu Asp Asp Cys lie Phe Glu Gin 
385 390 395 

<210> 8 

<211> 2478 

<212> DNA 

<213> adeno-associated virus 2 



<400> 8 
cagttgcgca 


gccatcgacg 


tcagacgcgg 


aagcttcgat 


caac tacgca 


gacaggtacc 


<C Pi 


aaaacaaatg 


ttctcgtcac 


gtgggcatga 


atctgatgct 


gtt tccctgc 


agacaatgcg 


1 Oft 


agagaatgaa 


tcagaattca 


aatatctgct 


tcactcacgg 


acagaaagac 


tgtttagagt 


ion 


gctttcccgt 


gtcagaatct 


caacccgttt 


ctgtcgtcaa 


aaaggcgtat 


cagaaactgt 


Z 4 U 


gctacattca 


tcatatcatg 


ggaaaggtgc 


cagacgcttg 


cactgcctgc 


gatctggtca 


*3 r» n 


atgtggattt 


ggatgactgc 


atctttgaac 


aataaatgat 


ttaaatcagg 


tatggctgcc 




gatggttatc 


ttccagattg 


gctcgaggac 


actctctctg 


aaggaataag 


acagtggtgg 


4 Z U 


aagctcaaac 


ctggcccacc 


accaccaaag 


cccgcagagc 


ggcataagga 


cgacagcagg 


4 8 0 


ggtcttgtgc 


ttcctgggta 


caagtacctc 


ggacccttca 


acggactcga 


caagggagag 


54 0 


ccggtcaacg 


aggcagacgc 


cgcggccctc 


gagcacgaca 


aagcctacga 


ccggcagctc 


ez c\ c\ 
600 


gacagcggag 


acaacccgta 


cctcaagtac 


aaccacgccg 


acgcggagtt 


tcaggagcgc 


ez £Z r\ 
OO 0 


cttaaagaag 


atacgtcttt 


tgggggcaac 


c t cggacgag 


cagtct tcca 


ggcgaaaaag 


f Z\J 


agggttcttg 


aacctctggg 


cctggttgag 


gaacctgtta 


agacggctcc 


gggaaaaaag 


Ton 
/ 0 (J 


aggccggtag 


agcactctcc 


tgtggagcca 


gactcctcct 


cgggaaccgg 


aaaggcgggc 


Q A C\ 

0 4 U 


cagcagcctg 


caagaaaaag 


attgaatttt 


ggtcagactg 


gagacgcaga 


ctcagtacct 


900 


gacccccagc 


ctctcggaca 


gccaccagca 


gccccctctg 


gtctgggaac 


taatacgatg 


960 


gctacaggca 


gtggcgcacc 


aatggcagac 


aataacgagg 


gcgccgacgg 


agtgggtaat 


1020 


tcctcgggaa 


attggcattg 


cgattccaca 


tggatgggcg 


acagagtcat 


caccaccagc 


1080 


acccgaacct 


gggccctgcc 


cacctacaac 


aaccacctct 


acaaacaaat 


ttccagccaa 


1140 


tcaggagcct 


cgaacgacaa 


tcactacttt 


ggctacagca 


ccccttgggg 


gtattttgac 


1200 


ttcaacagat 


tccactgcca 


cttttcacca 


cgtgactggc 


aaagactcat 


caacaacaac 


1260 


tggggattcc 


gacccaagag 


actcaacttc 


aagctcttta 


acattcaagt 


caaagaggtc 


1320 


acgcagaatg 


acggtacgac 


gacgattgcc 


aataacctta 


ccagcacggt 


tcaggtgttt 


1380 


actgactcgg 


agtaccagct 


cccgtacgtc 


ctcggctcgg 


cgcatcaagg 


atgcctcccg 


1440 


ccgttcccag 


cagacgtctt 


catggtgcca 


cagtatggat 


acctcaccct 


gaacaacggg 


1500 


agtcaggcag 


taggacgctc 


ttcattttac 


tgcctggagt 


actttccttc 


tcagatgctg 


1560 


cgtaccggaa 


acaactttac 


cttcagctac 


acttttgagg 


acgttccttt 


ccacagcagc 


1620 
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tacgc tcaca 


gccagag ccc 


ft ft a f*fi 4* It* 

y y accg CC L.C 


a 4— ^ 4— ^ ft 4— /-» 

acgaaccccc 


4— — 1 4— ft ft --5 -_ ^ 

ucaccgacca 


4~ ^ ^ f* 4* /^r f^at" 

gcacccgcac 


iron 

J.DOU 


4— ~\ 4> 4— /"w "i *•_ /~i --x 

taCLtyayCa 


ft aa/ , -aaa/'~a/'" 
yad.Cciclcl(wCi(_ 


4— i^i -3 --\ /-y *- rift a 

LLLddy tygd 


a f*f*^ f*f*zi r^ftf* 
cl<_.<_.ciL-L-clt_.yC, 


a /~» 4" a s ftftf* 4" 

dy UCddyyCL 


l_ C cty LLLLLL 


j. / ft \j 


a ftftf /""»/Tf~Ta ft 
LayyLLyyay 


Ly ay Ly cti_ a. l 


LL.yyyctt_-L.ciy 


LL. Layy aaL L 


yyL l LLLLyy 


dLLL Ly LLdL 


luUU 


CyCCayCayC 


ydy LatCddd 


gacacccgcg 


/-v 4- a a /'t a a a 

yai.aaCaaC.a 


ct c ag cyadLd 


/-1 4- f ft 4- ft ft a /-» 4- 

CCCy LyydLL 


looL) 


ft ft ^ /— y /-i 4- ~i /™i /— i 15 

gg ay C CaCCa 


aguaccaccc 


/"* ^ a 4— rift ft a /T — * 

caauggcaga 


« - rt4-rt4-of- ft ft 

yducctCLyy 


4- /-v a a 4- /-i fffffft 

LgddL.LLyyy 


c c cy y c l. a. uy 




gcaagccacd 


aggacga cga 


rfT — ^ ~1 /-t 4—4—4— 

agaaaagccc 


4—4—4- ft /— < 4— /— ♦ ^ #— r — i 

tttccLCaga 


ft ftr^ftfifi 4- 4* f* 4" 

gcggggn ccc 


no 4-/^4" *• *■ ft ft ft 

caLCLCcgyy 




ddgcaaggcc 


cagagaaaac 


aaacgugg ac 


a 4- 4- /~r a s a a ft ft 

accgaaaagg 


LCdL.ydCL.dC 


ciy cxcy day ciy 




gaaaccagya 


CaaCCaatCC 


ft ft 4- r*Y /-I 4~ a ft ft 

cgcggccacg 


ft a ft ft a i*t f at-rt 

y ay cay tatg 


/-T 4- 4- f* 4— /-t 4- ss 4- ^» 

yctccytduc 


LdLLddLLLL 




cagagaggca 


acagacaagc 


a /"» i^l 4?* a ftftr^ a 

agccaccgca 


ft a 4" /T 4~ ft a a /— ' 

gacgccaaca 


f* a /— < a O ft ft f* ft 4— 

cacaayy cy u 


4— f* 4— 4— f* ft a ft ft f* 

cctcccdgyc 




atggtctggc 


aggacagaga 


tgtgtacctt 


caggggccca 


4" /— * 4" ft ft ft f* ^ ^3 

uccggy caaa 


ft a 4— 4— f* f* a a 

yacuccacac 




acggacggac 


attttcaccc 


ctctcccctc 


•-3 4— ftftr^ 4— rift a 4" 

a uggg uggau 


4- f*ftft a /— • 4— 4- a 0 

ccggacccaa 


a a r— * 4- ^ 4— 

acaccc tec c 


z z o u 


ccacagattc 


tcatcaagaa 


caccccggta 


cctgcgaatc 


cttcgaccac 


cttcagtgcg 


2340 


gcaaagtttg 


cttccttcat 


cacacagtac 


tccacgggac 


aggtcagcgt 


ggagatcgag 


2400 


tgggagctgc 


agaaggaaaa 


cagcaaacgc 


tggaatcccg 


aaattcagta 


cacttccaac 


2460 


tacaacaagt 


ctgttaat 










2478 



<210> 9 
<211> 735 
<212> PRT 

<213> adeno-associated virus 2 
<400> 9 

Met Ala Ala Asp Gly Tyr Leu Pro Asp Trp Leu Glu Asp Thr Leu Ser 
15 10 15 



Glu Gly lie Arg Gin Trp Trp Lys Leu Lys Pro Gly Pro Pro Pro Pro 
20 25 30 



Lys Pro Ala Glu Arg His Lys Asp Asp Ser Arg Gly Leu Val Leu Pro 
35 40 45 



Gly Tyr Lys Tyr Leu Gly Pro Phe Asn Gly Leu Asp Lys Gly Glu Pro 
50 55 60 



Val Asn Glu Ala Asp Ala Ala Ala Leu Glu His Asp Lys Ala Tyr Asp 
65 70 75 80 



Arg Gin Leu Asp Ser Gly Asp Asn Pro Tyr Leu Lys Tyr Asn His Ala 
85 90 95 



Asp Ala Glu Phe Gin Glu Arg Leu Lys Glu Asp Thr Ser Phe Gly Gly 
100 105 110 



Asn Leu Gly Arg Ala Val Phe Gin Ala Lys Lys Arg Val Leu Glu Pro 
115 ~ 120 125 
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Leu Gly Leu Val Glu Glu Pro Val Lys Thr Ala Pro Gly Lys Lys Arg 
130 135 * 140 



Pro Val Glu His Ser Pro Val Glu Pro Asp Ser Ser Ser Gly Thr Gly 
145 150 155 160 



Lys Ala Gly Gin Gin Pro Ala Arg Lys Arg Leu Asn Phe Gly Gin Thr 
165 170 175 



Gly Asp Ala Asp Ser Val Pro Asp Pro Gin Pro Leu Gly Gin Pro Pro 
180 185 190 



Ala Ala Pro Ser Gly Leu Gly Thr Asn Thr Met Ala Thr Gly Ser Gly 
195 200 205 



Ala Pro Met Ala Asp Asn Asn Glu Gly Ala Asp Gly Val Gly Asn Ser 
210 215 220 



Ser Gly Asn Trp His Cys Asp Ser Thr Trp Met Gly Asp Arg Val lie 
225 230 235 240 



Thr Thr Ser Thr Arg Thr Trp Ala Leu Pro Thr Tyr Asn Asn His Leu 
245 " 250 255 



Tyr Lys Gin lie Ser Ser Gin Ser Gly Ala Ser Asn Asp Asn His Tyr 
260 265 270 



Phe Gly Tyr Ser Thr Pro Trp Gly Tyr Phe Asp Phe Asn Arg Phe His 
275 280 285 



Cys His Phe Ser Pro Arg Asp Trp Gin Arg Leu lie Asn Asn Asn Trp 
290 295 300 



Gly Phe Arg Pro Lys Arg Leu Asn Phe Lys Leu Phe Asn lie Gin Val 
305 310 315 320 



Lys Glu Val Thr Gin Asn Asp Gly Thr Thr Thr lie Ala Asn Asn Leu 
325 330 335 



Thr Ser Thr Val Gin Val Phe Thr Asp Ser Glu Tyr Gin Leu Pro Tyr 
340 345 350 



Val Leu Gly Ser Ala His Gin Gly Cys Leu Pro Pro Phe Pro Ala Asp 
355 360 365 



Val Phe Met Val Pro Gin Tyr Gly Tyr Leu Thr Leu Asn Asn Gly Ser 
370 375 380 



Gin Ala Val Gly Arg Ser Ser Phe Tyr Cys Leu Glu Tyr Phe Pro Ser 
385 390 395 400 
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Gin Met Leu Arg Thr Gly Asn Asn Phe Thr Phe Ser Tyr Thr Phe Glu 
405 410 415 



Asp Val Pro Phe His Ser Ser Tyr Ala His Ser Gin Ser Leu Asp Arg 
420 425 430 



Leu Met Asn Pro Leu lie Asp Gin Tyr Leu Tyr Tyr Leu Ser Arg Thr 
435 440 445 



Asn Thr Pro Ser Gly Thr Thr Thr Gin Ser Arg Leu Gin Phe Ser Gin 
450 455 460 



Ala Gly Ala Ser Asp lie Arg Asp Gin Ser Arg Asn Trp Leu Pro Gly 
465 470 475 480 



Pro Cys Tyr Arg Gin Gin Arg Val Ser Lys Thr Ser Ala Asp Asn Asn 
485 490 495 



Asn Ser Glu Tyr Ser Trp Thr Gly Ala Thr Lys Tyr His Leu Asn Gly 
500 505 510 



Arg Asp Ser Leu Val Asn Pro Gly Pro Ala Met Ala Ser His Lys Asp 
515 520 525 



Asp Glu Glu Lys Phe Phe Pro Gin Ser Gly Val Leu lie Phe Gly Lys 
530 535 540 



Gin Gly Ser Glu Lys Thr Asn Val Asp He Glu Lys Val Met He Thr 
545 550 555 560 



Asp Glu Glu Glu He Arg Thr Thr Asn Pro Val Ala Thr Glu Gin Tyr 
565 570 575 



Gly Ser Val Ser Thr Asn Leu Gin Arg Gly Asn Arg Gin Ala Ala Thr 
580 585 590 



Ala Asp Val Asn Thr Gin Gly Val Leu Pro Gly Met Val Trp Gin Asp 
595 600 605 



Arg Asp Val Tyr Leu Gin Gly Pro He Trp Ala Lys He Pro His Thr 
610 615 620 



Asp Gly His Phe His Pro Ser Pro Leu Met Gly Gly Phe Gly Leu Lys 
625 630 635 640 



His Pro Pro Pro Gin He Leu He Lys Asn Thr Pro Val Pro Ala Asn 
645 650 655 



Pro Ser Thr Thr Phe Ser Ala Ala Lys Phe "Ala Ser Phe He Thr Gin 
660 665 670 
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# 



Tyr Ser Thr Gly Gin Val Ser Val Glu lie Glu Trp Glu Leu Gin Lys 
675 680 685 



Glu Asn Ser Lys Arg Trp Asn Pro Glu lie Gin Tyr Thr Ser Asn Tyr 
690 695 700 



Asn Lys Ser Val Asn Val Asp Phe Thr Val Asp Thr Asn Gly Val Tyr 
705 710 715 720 



Ser Glu Pro Arg Pro lie Gly Thr Arg Tyr Leu Thr Arg Asn Leu 
725 730 735 



<210> 10 

<211> 598 

<212> PRT 

<213> adeno-associated virus 2 

<400> 10 

Met Ala Pro Gly Lys Lys Arg Pro Val Glu His Ser Pro Val Glu Pro 
1 5 ~ 10 15 



Asp Ser Ser Ser Gly Thr Gly Lys Ala Gly Gin Gin Pro Ala Arg Lys 
20 25 30 



Arg Leu Asn Phe Gly Gin Thr Gly Asp Ala Asp Ser Val Pro Asp Pro 
35 40 45 



Gin Pro Leu Gly Gin Pro Pro Ala Ala Pro Ser Gly Leu Gly Thr Asn 
50 55 60 



Thr Met Ala Thr Gly Ser Gly Ala Pro Met Ala Asp Asn Asn Glu Gly 
65 70 75 80 



Ala Asp Gly Val Gly Asn Ser Ser Gly Asn Trp His Cys Asp Ser Thr 
85 90 95 



Trp Met Gly Asp Arg Val lie Thr Thr Ser Thr Arg Thr Trp Ala Leu 
100 105 110 



Pro Thr Tyr Asn Asn His Leu Tyr Lys Gin lie Ser Ser Gin Ser Gly 
115 120 125 



Ala Ser Asn Asp Asn His Tyr Phe Gly Tyr Ser Thr Pro Trp Gly Tyr 
130 135 140 



Phe Asp Phe Asn Arg Phe His Cys His Phe Ser Pro Arg Asp Trp Gin 
145 150 155 160 



Arg Leu lie Asn Asn Asn Trp Gly Phe Arg Pro Lys Arg Leu Asn Phe 
165 170 175 
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Lys Leu Phe Asn lie Gin Val Lys Glu Val Thr Gin Asn Asp Gly Thr 
180 185 190 



Thr Thr lie Ala Asn Asn Leu Thr Ser Thr Val Gin Val Phe Thr Asp 
195 200 205 



Ser Glu Tyr Gin Leu Pro Tyr Val Leu Gly Ser Ala His Gin Gly Cys 
210 215 220 



Leu Pro Pro Phe Pro Ala Asp Val Phe Met Val Pro Gin Tyr Gly Tyr 
225 230 235 240 



Leu Thr Leu Asn Asn Gly Ser Gin Ala Val Gly Arg Ser Ser Phe Tyr 
245 250 255 



Cys Leu Glu Tyr Phe Pro Ser Gin Met Leu Arg Thr Gly Asn Asn Phe 
260 265 270 



Thr Phe Ser Tyr Thr Phe Glu Asp Val Pro Phe His Ser Ser Tyr Ala 
275 280 285 



His Ser Gin Ser Leu Asp Arg Leu Met Asn Pro Leu lie Asp Gin Tyr 
290 295 300 



Leu Tyr Tyr Leu Ser Arg Thr Asn Thr Pro Ser Gly Thr Thr Thr Gin 
305 310 315 320 



Ser Arg Leu Gin Phe Ser Gin Ala Gly Ala Ser Asp lie Arg Asp Gin 
325 330 335 



Ser Arg Asn Trp Leu Pro Gly Pro Cys Tyr Arg Gin Gin Arg Val Ser 
340 345 350 



Lys Thr Ser Ala Asp Asn Asn Asn Ser Glu Tyr Ser Trp Thr Gly Ala 
355 360 365 



Thr Lys Tyr His Leu Asn Gly Arg Asp Ser Leu Val Asn Pro Gly Pro 
370 375 380 



Ala Met Ala Ser His Lys Asp Asp Glu Glu Lys Phe Phe Pro Gin Ser 
385 390 395 400 



Gly Val Leu lie Phe Gly Lys Gin Gly Ser Glu Lys Thr Asn Val Asp 
405 410 415 



lie Glu Lys Val Met lie Thr Asp Glu Glu Glu lie Arg Thr Thr Asn 
420 425 430 



Pro Val Ala Thr Glu Gin Tyr Gly Ser Val Ser Thr Asn Leu Gin Arg 
435 440 445 



-20- 



Gly Asn Arg Gin Ala Ala Thr Ala Asp Val Asn Thr Gin Gly Val Leu 
450 455 460 



Pro Gly Met Val Trp Gin Asp Arg Asp Val Tyr Leu Gin Gly Pro lie 
465 470 475 480 



Trp Ala Lys lie Pro His Thr Asp Gly His Phe His Pro Ser Pro Leu 
485 490 495 



Met Gly Gly Phe Gly Leu Lys His Pro Pro Pro Gin lie Leu lie Lys 
500 505 510 



Asn Thr Pro Val Pro Ala Asn Pro Ser Thr Thr Phe Ser Ala Ala Lys 
515 520 525 



Phe Ala Ser Phe lie Thr Gin Tyr Ser Thr Gly Gin Val Ser Val Glu 
530 535 540 



lie Glu Trp Glu Leu Gin Lys Glu Asn Ser Lys Arg Trp Asn Pro Glu 
545 550 555 560 



lie Gin Tyr Thr Ser Asn Tyr Asn Lys Ser Val Asn Val Asp Phe Thr 
565 " 570 575 



Val Asp Thr Asn Gly Val Tyr Ser Glu Pro Arg Pro lie Gly Thr Arg 
580 585 590 



Tyr Leu Thr Arg Asn Leu 
5 95 



<210> 11 
<211> 533 
<212> PRT 

<213> adeno-associated virus 2 
<400> 11 

Met Ala Thr Gly Ser Gly Ala Pro Met Ala Asp Asn Asn Glu Gly Ala 
15 10 15 



Asp Gly Val Gly Asn Ser Ser Gly Asn Trp His Cys Asp Ser Thr Trp 
20 25 30 



Met Gly Asp Arg Val lie Thr Thr Ser Thr Arg Thr Trp Ala Leu Pro 
35 40 45 



Thr Tyr Asn Asn His Leu Tyr Lys Gin lie Ser Ser Gin Ser Gly Ala 
50 55 60 



Ser Asn Asp Asn His Tyr . Phe Gly Tyr Ser Thr Pro Trp Gly Tyr Phe 
65 70 75 80 
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9 



Asp Phe Asn Arg Phe His Cys His Phe Ser Pro Arg Asp Trp Gin Arg 
85 90 95 



Leu lie Asn Asn Asn Trp Gly Phe Arg Pro Lys Arg Leu Asn Phe Lys 
100 105 110 



Leu Phe Asn lie Gin Val Lys Glu Val Thr Gin Asn Asp Gly Thr Thr 
115 120 125 



Thr lie Ala Asn Asn Leu Thr Ser Thr Val Gin Val Phe Thr Asp Ser 
130 135 140 



Glu Tyr Gin Leu Pro Tyr Val Leu Gly Ser Ala His Gin Gly Cys Leu 
145 150 155 160 



Pro Pro Phe Pro Ala Asp Val Phe Met Val Pro Gin Tyr Gly Tyr Leu 
165 170 175 



Thr Leu Asn Asn Gly Ser Gin Ala Val Gly Arg Ser Ser Phe Tyr Cys 
180 185 190 



Leu Glu Tyr Phe Pro Ser Gin Met Leu Arg Thr Gly Asn Asn Phe Thr 
195 200 205 



Phe Ser Tyr Thr Phe Glu Asp Val Pro Phe His Ser Ser Tyr Ala His 
210 215 220 



Ser Gin Ser Leu Asp Arg Leu Met Asn Pro Leu lie Asp Gin Tyr Leu 
225 * 230 235 240 



Tyr Tyr Leu Ser Arg Thr Asn Thr Pro Ser Gly Thr Thr Thr Gin Ser 
245 250 255 



Arg Leu Gin Phe Ser Gin Ala Gly Ala Ser Asp lie Arg Asp Gin Ser 
260 265 270 



Arg Asn Trp Leu Pro Gly Pro Cys Tyr Arg Gin Gin Arg Val Ser Lys 
275 280 285 



Thr Ser Ala Asp Asn Asn Asn Ser Glu Tyr Ser Trp Thr Gly Ala Thr 
290 295 300 



Lys Tyr His Leu Asn Gly Arg Asp Ser Leu Val Asn Pro Gly Pro Ala 
305 310 315 320 



Met Ala Ser His Lys Asp Asp Glu Glu Lys Phe Phe Pro Gin Ser Gly 
325 330 335 



Val Leu He Phe Gly Lys Gin Gly Ser Glu Lys Thr Asn Val Asp He 
340 345 350 
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Glu Lys Val Met lie Thr Asp Glu Glu Glu lie Arg Thr Thr Asn Pro 
355 360 365 



Val Ala Thr Glu Gin Tyr Gly Ser Val Ser Thr Asn Leu Gin Arg Gly 
370 375 380 



Asn Arg Gin Ala Ala Thr Ala Asp Val Asn Thr Gin Gly Val Leu Pro 
385 390 395 400 



Gly Met Val Trp Gin Asp Arg Asp Val Tyr Leu Gin Gly Pro lie Trp 
405 410 415 



Ala Lys lie Pro His Thr Asp Gly His Phe His Pro Ser Pro Leu Met 
420 425 430 



Gly Gly Phe Gly Leu Lys His Pro Pro Pro Gin lie Leu lie Lys Asn 
435 440 445 



Thr Pro Val Pro Ala Asn Pro Ser Thr Thr Phe Ser Ala Ala Lys Phe 
450 455 460 



Ala Ser Phe lie Thr Gin Tyr Ser Thr Gly Gin Val Ser Val Glu lie 
465 470 475 480 



Glu Trp Glu Leu Gin Lys Glu Asn Ser Lys Arg Trp Asn Pro Glu lie 
485 490 495 



Gin Tyr Thr Ser Asn Tyr Asn Lys Ser Val Asn Val Asp Phe Thr Val 
500 505 510 



Asp Thr Asn Gly Val Tyr Ser Glu Pro Arg Pro lie Gly Thr Arg Tyr 
515 520 525 



Leu Thr Arg Asn Leu 
530 



<210> 12 
<211> 145 
<212> DNA 

<213> adeno-associated virus 2 
<400> 12 

ttggccactc cctctctgcg cgctcgctcg ctcactgagg ccgggcgacc aaaggtcgcc 60 
cgacgcccgg gctttgcccg ggcggcctca gtgagcgagc gagcgcgcag agagggagtg 120 
gccaactcca tcactagggg ttcct 145 

<210> 13 
<211> 144 
<212> DNA 

<213> adeno-associated virus 2 
<400> 13 

ggaaccccta gtgatggagt tggccactcc ctctctgcgc gctcgctcgc tcactgaggc 60 



-23- 





cgggcgacca aaggtcgccc gacgcccggg ctttgcccgg gcggcctcag tgagcgagcg 



120 



agcgcgcaga gagggagtgg ccaa 



144 



<210> 14 

<211> 31 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_feature 

<222> (1) . . (31) 

<223> corresponds to base pairs 318-339 of AAV with an EcoR V site at 



<400> 14 

gatatcgcca tgccggggtt ttacgagatt g 



<210> 15 

<211> 35 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_f eature 

<222> (1) . . (35) 

<223> corresponds to base pairs 1812 to 1846 of AAV 
<220> 

<221> mutation 

<222> (20) . . (20) 

<220> 

<221> mutation 

<222> (23) . . (23) 

<400> 15 

gcacccgttt gggctcactg atgtctgcgt cactg 



<210> 16 

<211> 35 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_feature 

<222> (1) . . (35) 

<223> corresponds to base pairs 1812 to 1846 of AAV 
<220> 

<221> mutation 

<222> (13) . . (13) 

<220> 

<221> mutation 

<222> (16) . . (16) 

<400> 16 

cagtgacgca gacatcagtg agcccaaacg ggtgc 



the 5 1 end 
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<210> 17 

<211> 29 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_feature 
<222> (1) . . (29) 

<223> corresponds to base pairs 2261 to 2289 of AAV 
<400> 17 

tgggccaggt ttgagcttcc accactgtc 29 



<210> 18 

<211> 55 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_f eature 

<222> (1) . . (27) 

<223> corresponds to base pairs 2261-2289 of AAV 
<220> 

<221> misc_f eature 

<222> (28) . . (53) 

<223> corresponds to base pairs 4330-4355 of AAV 



<210> 19 

<211> 28 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> mi sc_f eature 

<222> (1) . . (28) 

<223> corresponds to base pairs 4446-4467 of AAV with a BamHI site at 



<400> 19 

ggatcccgca gagaccaaag ttcaactg 



<210> 20 

<211> 27 

<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_f eature 
<222> (1) . . (27) 

<223> corresponds to base pairs 1852 to 1878, BamHI site at the 5' end 
<400> 20 

agtcagttgc gcagccatcg acgtcag 2 



<400> 18 

gacagtggtg gaagctcaaa cctggcccaa gcacctgaat ggcacctatg attac 



55 



the 3 ' end 



<210> 
<211> 



21 
35 
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<212> DNA 

<213> adeno-associated virus 



<220> 

<221> misc_feature 
<222> (1) . . (35) 

<223> corresponds to base pairs 
3 ■ end 

<400> 21 

gcggccgctt aacagacttg ttgtagttgg 



<210> 22 

<211> 592 

<212> DNA 

<213> Homo sapiens 

<400> 22 

gcgtgaagag ctgcagtgtc actcttaaag 
acaggcaact gtcttaaaac cgtggtttgg 
aagatatatg tatatatatc ttatatatct 
cctgccgctg ggctctcagc ggccctccaa 
gatcctccac agccccgggg agaccttgcc 
caaccgcgcg tcctcagagc cagccgggag 
cagccctgag tcagaggcgg gctggccttg 
cggaccgatc cgcccgaacc ttctcccggg 
tcagcccggg cgggcgggcg ggaggctctc 
ggcggcgggg tcggggaggt gcaaaaggat 




< 



4302 to 4329, with a Not I site at the 



aagtg 3 5 



ctgaattaat 


ctctgccatt 


ccttaaggaa 


60 


aaaatatttt 


gttcaagata 


aaactgtttt 


120 


gtattcgcat 


ggtaacatat 


cttcggtctt 


180 


ggcagcccgc 


aggcccgtgc 


tcgcctcagg 


240 


tctaaagttg 


ctgcttttgc 


agctctgcca 


300 


gagctagaac 


cttccccgcg 


tttctttcag 


360 


caagtagccg 


cccagccttc 


ttcggtctca 


420 


gtcagcgccg 


cgctgcgccg 


cccggctgac 


480 


gactgggcgg 


gaaggtgcgg 


gaaggttcgc 


540 


gaaaagcccg 


tggacggagc 


tg 


592 
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